(A) The fly genes encoding Pol I-specific subunits were identified with BLAST and reverse BLAST using the budding yeast genes. "-" indicates that the subunit could not be identified.
(B) Relative levels of Blos1 mRNA in RpI1 SH/+ and wild-type females (n=7-8 biologically independent samples, p>0. 05, t-test) .
(C) Weight of RpI1 SH/+ and wild-type females. RpI1 SH/+ females tended to weight slightly less than the wild-type but this difference was not significant (n=21 individual flies, p>0.05, t-test). (G) DAPI intensities measured in ECs of RpI1 SH/+ and wild-type females. RpI1 SH/+ females tended to show lower DAPI signal in ECs than the wild-type but this difference was not significant (n= 20-25 nuclei, 3 animals where values from the same animal are indicated as vertically aligned points in the box plot, effect of genotype p>0.05, mixed effects LM with "animal" as random effect).
(H) Summary of mean, median and maximum (last 5% surviving) lifespan extension in RpI1 SH/+ females relative to wild-type females observed in three independent replicates. Lifespan was significantly extended in each (p<0.05, log-rank test). One of the replicates is shown in Figure 1 . Note that due to the pattern of death, the maximum lifespan parameter could not be obtained from one replicate. Fly genotype is noted in the top right corner of each panel. ":" indicates the interaction term. Note that the lack of significant interaction between genotype and RU486 indicates the lifespan effects of each Pol I are not significantly different from each other or from the combined knockdown.
The data included in the model are shown in Figure 3B and Figure S3B . 
